The complete mitochondrial genome sequence of Garrulax ocellatus (Aves, Passeriformes, Timaliidae).
Timaliidae, generally known as the babblers, includes about 275 species in 50 genera. We sequenced the complete mitochondrial genome of Garrulax ocellatus, and it was determined to be 17,828 bp in length, containing 13 protein-coding genes (PCGs), 2 rRNA genes, 22 tRNAsfer (tRNA) genes, and 2 control regions. The complete mitochondrial genome contained 15.24% G, 23.02% T, 33.13% C, and 28.61% A, which was similar to other Passeriformes mitochondrial genomes. There are eight tRNA genes and one PCG (ND6) encoded on the L-strand, and other PCGs were encoded on the H-strand. All genes were closely assembled and only 17 intergenic spacers were observed. In total, the spacers were 99 bp in length, and there were seven pairs of genes overlapping sequences of 30 bp in length. Phylogenetic relationship could provide useful information for the further study on the species taxonomic.